. Primers used in this study. Table S3 . Significantly differentially expressed genes from the in planta experiment. Figure S1 . Qualitative RT-PCR of selected T6SS genes and housekeeping genes.
(1) recA (2) tssF-1 T6SS cluster 1 (3) hcp-1 T6SS cluster 1 (4) tssF-2 T6SS cluster 3 (5) hcp-2 duf879 T6SS cluster 3 (6) ffh (7) vgrG-4 T6SS cluster 3. RNA was extracted from E. amylovora CFBP 1430 grown in different media. KB=King's B medium, Hrp Suc/Hrp sorb=Hrp minimal medium either supplemented with sucrose or sorbitol. Figure S3 . Classes of Erwinia amylovora CFBP 1430 genes (GO terms) that were affected by the mutation of T6SS (comparing T6-d1d3 mutant to WT) representing the fire blight T6SS
transcriptome. The significantly differentially expressed genes from the in planta transcriptomic data are depicted in the graph on top (A) and the in vitro data in the bottom graph (B).
BMC Genomics, Kamber et al., 2017 -Page 22 Figure S4 . Immature pears were inoculated with water or a bacterial suspensions containing (A) 10 5 cfu ml -1 or (B) 10 7 cfu ml -1 . Pears were assessed 8 days post inoculation. Figure S5 . Bacteria were recovered from flowers at A) 1 DPI and B) 2 DPI. Colony forming units (cfu) were determined by dilution plating. An Anova was performed to test for statistical significant differences.
BMC Genomics, Kamber et al., 2017 -Page 24 Figure S6 . Role of E. amylovora CFBP 1430 T6SS in bacterial competition. E. amylovora WT or one of the T6SS mutants was co-inoculated with E. coli DH5α at a ratio 1:1 on either KB (A) or LB (B) plates. The bacterial strains were recovered 24 h post inoculation and cfu were counted. Bars with standard deviation represent the means of three independent experiments. A one way ANOVA was applied with the Tukey test to identify statistical significant differences between treatments. On KB plates the E. coli DH5α showed a statistically significant higher survival rate when coinoculated with T6SS double mutant.
